Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.038; wR factor = 0.099; data-to-parameter ratio = 12.8.
163 parameters H-atom parameters constrained Á max = 0.23 e Å À3 Á min = À0.24 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x À 1 2 ; y; Àz þ 3 2 ; (ii) Àx þ 2; Ày; Àz þ 1; (iii) x þ 1 2 ; Ày þ 1 2 ; Àz þ 1; (iv) Àx þ 1; Ày; Àz þ 1.
Data collection: CrysAlis CCD (Oxford Diffraction, 2007); cell refinement: CrysAlis RED (Oxford Diffraction, 2007) ; data reduction: CrysAlis RED; program(s) used to solve structure: SHELXS97 (Sheldrick, 1997) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 1997) ; molecular graphics: Stereochemical Workstation Operation Manual (Siemens, 1989) ; software used to prepare material for publication: SHELXL97.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: KP2111). supporting information Acta Cryst. (2007) . E63, o3083 [https://doi.org/10.1107/S1600536807026244] 2-Methyl-4-nitro-1-(4-nitrophenyl)-1H-imidazole Paweł Wagner and Maciej Kubicki S1. Comment
Simple 4-nitroimidzoles are convenient compounds for studying weak interactions in molecular crystals. The molecules are relatively simple, with few degrees of conformational freedom, and the appropriate choice of substituents can highlight certain kind of interaction. Here, in 1-(4-nitrophenyl)-2-methyl-4-nitroimidazole the available specific interactions range from π-π interactions, through weak hydrogen bonds to nitro-nitro interactions. It turned out that the crystal packing is determined by relatively short and directional C-H···N and C-H···O hydrogen bonds. The first level of organization is the centrosymmetric C-H···O bonded dimer. These dimers are connected by C-H···N hydrogen bonds along [001] direction producing the tapes which are connected into two-dimensional network in the bc plane. The plane of imidazole ring makes the angle of 57.89° with the benzene ring.
S2. Experimental
The title compound has been synthesized by aromatic nucleophilic substitution by 4(5)-nitro-2-methylimidazole to 4fluoronitrobenzene catalysed by sodium hydroxide [Suwiński et al., (1993) ].
S3. Refinement
Hydrogen atoms were freely refined, and then, for the last cycles of refinement, both the refined geometry and displacement parameters were restrained to keep the refined values.
Figure 1
Molecular structure of (I) with dispalcement parameters scalled at the 50% probability level (Siemens, 1989 ) and numbering scheme. The hydrogen atoms are drawn as spheres of arbitrary radii. The two-dimensional hydrogen-bonded network of (I) along a axis. Hydrogen bonds are drawn as dashed lines. Special details Geometry. All e.s.d.'s (except the e.s.d. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell e.s.d.'s are taken into account individually in the estimation of e.s.d.'s in distances, angles and torsion angles; correlations between e.s.d.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell e.s.d.'s is used for estimating e.s.d.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
2-Methyl-4-nitro-1-(4-nitrophenyl)-1H-imidazole

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N1 0.88142 (17) 0.07302 (11) 0.63572 (7) 0.0169 (4) (6) C4 0.0144 (9) 0.0171 (9) 0.0165 (10) −0.0007 (7) 0.0015 (8) 0.0017 (7) N4 0.0186 (8) 0.0223 (9) 0.0192 (8) −0.0031 (7) 0.0000 (7) 0.0019 (7) Symmetry codes: (i) x−1/2, y, −z+3/2; (ii) −x+2, −y, −z+1; (iii) x+1/2, −y+1/2, −z+1; (iv) −x+1, −y, −z+1.
